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Abstract Bacillus are aerobic spore-forming bacteria that are
known to lead to specific diseases, such as anthrax and food
poisoning. This study focuses on the characterization of these
bacteria by the detection of lipids extracted from 33 well-
characterized strains from the Bacillus and Brevibacillus gen-
era, with the aim to discriminate between the different species.
For the purpose of analysing the lipids extracted from these
bacterial samples, two rapid physicochemical techniques were
used: matrix-assisted laser desorption/ionisation time-of-flight
mass spectrometry (MALDI-TOF-MS) and liquid chromatog-
raphy in conjunction with mass spectrometry (LC-MS). The
findings of this investigation confirmed that MALDI-TOF-
MS could be used to identify different bacterial lipids and, in
combination with appropriate chemometrics, allowed for the
discrimination between these different bacterial species,
which was supported by LC-MS. The average correct classi-
fication rates for the seven species of bacteria were 62.23 and
77.03% based onMALDI-TOF-MS and LC-MS data, respec-
tively. The Procrustes distance for the two datasets was
0.0699, indicating that the results from the two techniques
were very similar. In addition, we also compared these bacte-
rial lipid MALDI-TOF-MS profiles to protein profiles also
collected by MALDI-TOF-MS on the same bacteria
(Procrustes distance, 0.1006). The level of discrimination be-
tween lipids and proteins was equivalent, and this further in-
dicated the potential of MALDI-TOF-MS analysis as a rapid,
robust and reliable method for the classification of bacteria
based on different bacterial chemical components.
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Introduction
Classification of bacteria has recently received increasing at-
tention, most likely arising from public health concerns, envi-
ronmental monitoring, food safety monitoring, taxonomic
identification and differentiation of pathogenic species from
non-pathogenic species, as well as for the identification of
biological threat agents [1–3]. Bacteria can be classified using
various physicochemical approaches based on different
methods that rely either on analysis of: (1) protein from whole
bacterial cells [4–9] or (2) extracts of different compounds,
including (as in the current study) lipids [10–13]; each of these
methods has its advantages and disadvantages.
Lipids are important components in bacterial cell mem-
branes as they form lipid bilayers responsible for cell integrity
[14, 15]. These cell components have various structures, and
several factors can affect lipid synthesis such as culture media,
temperature and physical dynamics during cell growth [16].
Complex lipids, just like fatty acids and proteins, can be used
to identify and characterize bacteria [17, 18]. Interest in the
analysis of lipid profiles from bacterial cells for taxonomic
identification is increasing [11]. Not only do lipids play a
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structural role in the integrity of cell membranes, but they also
contribute to other cellular processes such as metabolic and
signalling pathways [19, 20].
Early studies that aimed to resolve lipid species tradi-
tionally used different chromatographic techniques such
as thin layer chromatography [21]. This approach has dis-
advantages such as limited resolution and sensitivity
which negatively affect many lipidomic applications
[21]. Therefore, an armoury of techniques has been used
to address many of these issues, which has led to the use
of mass spectrometry technology, including direct infu-
sion mass spectrometry [22] and liquid chromatography–
mass spectrometry (LC-MS) [23], which have been exten-
sively used to analyse lipid samples enabling the detection
of different types of lipids. Matrix-assisted laser
desorption/ionisation time-of-flight mass spectrometry
(MALDI-TOF-MS) has also been used for lipidomic anal-
ysis to overcome the limitations seen with other tradition-
al methods and to analyse samples containing complex
mixtures of lipids, enabling classification and identifica-
tion of bacteria [5, 11, 24]. The main advantages of
MALDI-TOF-MS include: (1) it uses soft ionisation,
causing minimal analyte degradation; (2) it offers the pos-
sibility to analyse a range of complex molecules in com-
plex mixtures such as bacterial samples; (3) it requires
minimal sample preparation; and (4) it yields mass spectra
that contain specific chemical features and fingerprints
that can be used to identify and characterize bacterial spe-
cies [25, 26].
The aim of this study was to classify 33 strains of bacteria
be l ong ing t o s even spec i e s—name ly Bac i l l u s
amyloliquefaciens , Bacillus cereus , Brevibacillus
laterosporus, Bacillus licheniformis, Bacillus megaterium,
Bacillus sphaericus and Bacillus subtilis—based on the
MALDI-TOF-MS of extracted bacterial lipids. The results of
which were evaluated and validated using LC-MS to confirm




Chemicals used were of a high purity grade and included the
following: HPLC grade chloroform (Sigma-Aldrich, Dorset,
UK), HPLC water (Sigma-Aldrich), HPLC grade methanol
(Fisher Scientific Ltd., Loughborough, UK) and 99.99 % pure
formic acid (VWR International, East Grinstead, UK). Two
different matrices were used in this study: 6-aza-2-
thiothymine (ATT) and 2,5-dihydroxybenzoic acid (DHB;
both from Sigma-Aldrich).
Microorganisms
Seven bacterial species (i.e. B. amyloliquefaciens, B. cereus, Br.
laterosporus, B. licheniformis, B. megaterium, B. sphaericus and
B. subtilis)wereused in this study.Table1givesdetails of these33
strains fromtheBacillusandBrevibacillusgenera; thesewereused
previously inMALDI-TOF-MS analysis of bacterial proteins [4].
Bacterial cultivation
Using sterile plastic loops bacterial strains were cultivated
three times for 24 h at 37 °C on nutrient agar (NA) to generate
Table 1 The 33 Bacillus and Brevibacillus species and strains used in
this study
Sample no. Species Strain no. Key colour
in figures































32 Br. laterosporus B0043* Black
33 B0262
* indicates strains used for preliminary optimisation experiments for time
points in LC-MS; T indicates the type of strain
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axenic colonies and to maintain a stable phenotype. NA
contained beef extract 3 g/L, peptone 5 g/L, NaCl 8 g/L and
Agar no. 2 at 12 g/L from Lab-M (Bury, UK) and was pre-
pared following the manufacturer’s instructions (28 g in 1 L of
deionised water) and subsequently autoclaved (121 °C and
15 psi for 15 min) before Petri dishes were prepared.
Optimisation of collection time points for three different
species of Bacillus and Brevibacillus for LC-MS
Three different species were used at the beginning of this work
to choose the optimal collection time points; these species
were B. cereus B0702, B. subtilis B0099 and Br. laterosporus
B0043. An axenic colony was collected from each culture and
inoculated in 600 mL of nutrient broth (prepared according to
the manufacturer’s instructions; Oxoid Ltd., Basingstoke,
UK) in 2 L flasks and then incubated for 24 h at 37 °C at
200 rpm. Optical density (OD) measurements at 600 nm were
collected at six different time points (4, 6, 8, 10, 14 and 18 h)
using a Biomate 5 spectrophotometer (Thermo-Fisher Ltd.,
Hemel Hempstead, UK). For each species, three biological
replicates were prepared in the same way.
Quenching
Samples were collected at the six different time points (4, 6, 8,
10, 14 and 18 h). From each culture, 15 mL was quenched
using 30 mL of 60 % cold methanol (−48 °C, chilled on dry
ice) and mixed rapidly. This was followed by centrifugation of
the quenched culture for 10min at 4800 × g at −8 °C [27]. The
supernatant was removed quickly and then the rest was cen-
trifuged again for 2 min and the remaining supernatant re-
moved, leaving the pellet containing the bacterial cells in the
centrifuge tube. The pellets were stored at −80 °C until lipid
extraction was performed [13]. Figure S1A in the Electronic
supplementary material (ESM) illustrates this process.
Lipid extraction
Bacterial pellets were mixed with 2 mL HPLC grade
chloroform/methanol (2:1) pre-chilled at −20 °C. The samples
were mixed using a laboratory shaker for 15 min, and 1 mL of
cold HPLC water was then added to the mixtures. This was
followed by centrifugation at 4800 × g for 3 min at −8 °C [27].
A biphasic system was generated, with the bottom
chloroform-based layer containing most of the lipids. The lip-
id layers were transferred to fresh 2 mL microcentrifuge tubes
[10]. The samples were left to evaporate on a hot plate at 40 °C
to complete dryness prior to storage at −80 °C (ESM
Fig. S1B). These samples were reconstituted in 80:20
methanol/water (v/v) at 100 μL per 0.1 OD600 and then
analysed using LC-MS.
Collections of Bacillus and Brevibacillus strains
for LC-MS and MALDI-TOF-MS analysis
In total, 33 strains were collected for LC-MS and MALDI-
TOF-MS after 10 h of culturing at 37 °C and 200 rpm. Five
biological replicates were collected for each strain.
Preparing extracted samples for MALDI-TOF-MS
For MALDI analysis of the extracted lipids, the samples were
reconstituted in 80:20 methanol/HPLC water (v/v). Of the
DHB, 10 mg was dissolved in 900 μL ethanol and 100 μL
sterile deionised water, and 10 mg of ATT was dissolved in
500 μL acetonitrile and 500 μL of sterile deionised water. Ten
microlitres of the extracted lipid samples was mixed with
10 μL of either matrix, and then 2 μL of the matrix/samples
mixture was applied to a MALDI stainless steel plate and
allowed to dry at room temperature (approx. 22 °C).
MALDI-TOF-MS analysis
Samples were analysed in batches using an AXIMA-
Confidence mass spectrometer (Shimadzu Biotech,
Manchester, UK) equipped with a nitrogen pulsed UV laser
(337 nm) [4] set at 100 mV; each profile was produced using
20 laser shots, and 78 profiles were collected using a circular
raster pattern. The instrument was operated in positive
ionisation mode using the reflectron TOF over the mass-to-
charge ratio (m/z) range 100–1600. Each biological sample
was analysed in four technical replicates. A single biological
replicate of each of the 33 bacterial strains was analysed each
day. Before sample analysis, the MALDI instrument was cal-
ibrated with polyethylene glycol using the following m/z
values: 613.7, 657.75, 710.80, 746.86, 789.91, 833.96,
878.02, 922.07, 966.12, 1010.18, 1054.23, 1098.28,
1142.34, 1186.39, 1230.44, 1274.50, 1318.55 and 1362.60.
Sample preparation of MALDI-TOF/TOF
Sample preparation was carried out as follows. Samples were
reconstituted in 1:1 chloroform/methanol (v/v). DHB was
used as matrix and was prepared in methanol (10 mg/mL)
containing 10 mM NaCl. A sample droplet (0.35 μL) was
placed onto a MALDI target spot, followed by an equal
amount of matrix solution.
MALDI-TOF/TOF analysis
The samples were analysed on a MALDI 7090 mass spec-
trometer (Shimadzu Kratos, Manchester, UK) with a solid-
state UV laser (355 nm) operating at a 2 kHz acquisition
repetition rate. The instrument was operated at an acceleration
voltage of 20 keV, and a pulsed extraction function to improve
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mass resolution was carefully applied. The low mass rejection
and the focus mass were set to 300 and 800 Da, respectively.
The instrument was operated in the reflectron mode. To en-
hance the signal-to-noise ratio, 100 single shots were averaged
for each mass spectrum. Laser intensity was adjusted for each
experiment to obtain the best signal-to-noise ratio and to max-
imize the number and intensity of structural fragments.
Positive mode spectra of all analytes were recorded. Helium
gas was used for high-energy CID (20 keV) MS/MS experi-
ments. All mass spectrometric data were acquired and
analysed using the MALDI Solution software (Shimadzu
Kratos).
LC-MS analysis
An Accela UHPLC system (Thermo-Fisher Ltd.) coupled
to an electrospray LTQ-Orbitrap XL hybrid mass spec-
trometry system (Thermo-Fisher, Bremen, Germany) was
used to analyse the samples. Samples were reconstituted
in 80:20 methanol/HPLC water based on 100 μL per
OD600 of 0.1. The mixture was vortexed and centrifuged
at 11,500 × g for 30 s. Quality control (QC) samples were
prepared by mixing an equal volume of each extracted
sample and vortexing the mixture thoroughly. The mix-
tures were then transferred to 100 μL analytical vials [28].
All samples were run in positive electrospray ionisation
(ESI) mode since LC-MS was used to confirm the results
obtained from MALDI-TOF-MS, which was also operated
in the positive ionisation mode.
First, three biological replicates were analysed over 5 days
and the remaining two biological replicates analysed over a
further 3-day period to account for the large number of sam-
ples. Briefly, 10 μL of extracted sample was injected onto a
Hypersil GOLD UHPLC C18 analytical column (length,
100 mm; diameter, 2.1 mm; particle size, 1.9 μm; Thermo-
Fisher Ltd.). The flow rate used for UHPLC was 400 μL/min.
The two solvents used for LC were water with 0.1 % formic
acid (solvent A) and methanol with 0.1 % formic acid (solvent
B). The following settings were used for chromatographic
separation in positive ionisation mode: 100 % A held for
1 min, 0–100 % B over 11 min, 100 % B held for 8 min,
returning to 100 % A over 2 min (total run time, 22 min).
The column was conditioned prior to analysis by running
50:50 water/methanol gradient in isocratic conditions for 3 h
at 50 °C followed by 30 min of initial gradient conditions. All
the samples were analysed with column temperature at 50 °C.
Xcalibur software (Thermo-Fisher Ltd.) was used to operate
the Thermo LTQ-Orbitrap XL MS system using the same
method described by Wedge et al. [23]. The LTQ-Orbitrap
MS was calibrated according to the manufacturer’s instruc-
tions. Orbitrap data were obtained at a resolution of 30,000
(FWHM defined at m/z 400).
Orbitrap MSn analysis parameters
Direct infusion of samples was carried out onto a LTQ-
Orbitrap XL hybrid mass spectrometry system (Thermo-
Fisher) in order to conduct MSn experiments. Samples were
injected at a constant flow of 10 μL/min into ESI probe. A full
scan of the sample was followed by trapping the ion of interest
in an ion trap for 30 ms and collision-induced fragmentation
was carried out with varied CID levels (between 35 and 200
arbitrary units). This was repeated until no more fragmenta-
tion could be carried out for the precursor ion in each cycle.
The batch programme involved the use 20 injections of QC
samples for each individual analytical block. These were used
for column conditioning. The analysis batch then followed,
where five injections of extracted samples were followed by
a QC injection. These steps were repeated until all the samples
were analysed and the run was concluded by performing three
QC injections.
Processing raw data and generating UHPLC-MS profiles
Xcalibur software’s file conversion option was used to convert
the raw data profiles obtained using UHPLC-MS into a
NetCDF format [29]. A free package for R available from
http://masspec.scripps.edu/xcms/xcms.php was used to
deconvolute the peaks using in-house deconvolution parame-
ters fit for the high-resolution mass spectrometric data collect-
ed. Once the peaks were deconvoluted, a Microsoft Excel
sheet (XY) matrix was produced containing spectral features
including: retention time and m/z ratios. The total numbers of
mass spectral features from the LC-MS data were 2618. After
deconvolution, lipid identification was carried out using
Taverna Workbench version 2.4 [23].
Statistical analysis of data
Analysis of MALDI-TOF-MS data
All data pre-processing and data analysis were carried out
using MATLAB 2012a (MathWorks, Natick, MA, USA).
MALDI-TOF-MS spectra were subjected to the following
pre-processing steps: (1) baseline correction using asymmetric
least squares [30] of the raw MS data and (2) normalization
carried out by dividing the baseline-corrected spectrum with
the square root of the sum of squares of the spectrum.
Multivariate analysis included principal components discrim-
inant function analysis (PC-DFA) [31] and partial least
squares for discriminant analysis (PLS-DA) [32, 33]. PLS-
DAwith 1000 bootstraps was performed. In this process, the
data were split into two different sets: a training set and a test
set using bootstrap resampling based on biological replicates,
as described before [4, 34].
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The LIPID MAPS online database was used to identify the
lipid peaks based on accurate mass information fromMALDI-
TOF-MS analysis (http://www.lipidmaps.org/).
Analysis of LC-MS data
PC-DFA and PLS-DA were also performed on LC-MS data,
and PLS-DA modelling was also validated using bootstrap
resampling. In order to identify the most significant lipids
features, PC-DFA and PLS-DA loading plots were used.
Comparison of two analytical techniques
MALDI-TOF-MS and LC-MS results were then compared
using the Procrustean test [35]. The test was based on
Procrustes analysis, which is an effective approach for
assessing the similarities and differences between different
ordination spaces from cluster analyses and has been used
previously for the assessment of different analytical tech-
niques [13]. In Procrustes analysis, the similarity between
two sets of multivariate datasets, i.e. two matrices with the
same number of rows, was measured in terms of the
Procrustes distance, which ranges between 0 and 1, where 0
indicates a perfect match and 1 indicates nothing in common.
The Procrustes test on the two datasets was based on such
Procrustes distance. Given two data matrices, a Procrustes
distancewas calculated (named observed Procrustes distance),
and this distance was then compared against a null distribution
generated by n permutations. In each permutation, the order of
the rows in one matrix (e.g. MALDI-TOF-MS lipid) was ran-
domly permuted whilst that of the other (e.g. LC-MS lipid)
remained the same; a Procrustes distance was then calculated.
A total number of n Procrustes distances were calculated from
n different random permutations and formed the null distribu-
tion. An empirical p value was then calculated by counting the
cases where the Procrustes distance from the null distribution
was lower than the observed Procrustes distance. In this study,
we compared three datasets, i.e. MALDI-TOF-MS lipids,
MALDI-TOF-MS protein and LC-MS lipids, using
Procrustes tests. For each test, 1000 permutations were per-
formed and the observed Procrustes distance and the associ-
ated p values were reported.
Results and discussion
Traditional phenotypic methods such as biochemical tests [7]
are used routinely to discriminate between different microor-
ganisms. These methods, however, are not always reliable and
are generally laborious, time-consuming and provide limited
information compared to modern analytical techniques [13,
21, 36]. For the purpose of this lipidomic study, two comple-
mentary analytical techniques were used to analyse lipids
extracted from 33 Bacillus and Brevibacillus strains—
MALDI-TOF-MS and LC-MS. The findings of this work
show that the use of MALDI-TOF-MS to classify bacteria
based on lipid extracts is promising and can be a useful ana-
lytical tool for research carried out in the lipidomics field.
At the beginning of this work, three different species
(B. cereus B0702, B. subtilis B0099 and Br. laterosporus
B0043) were analysed using LC-MS to determine the optimal
time point for collecting bacterial samples based on the quality
of separation determined using LC-MS data. Our observations
show that samples collected after 10 h of cell culture (ESM
Fig. S2A, B) generated better separation for the three species
due to there being a sufficient amount of biomass that is need-
ed for lipid extraction, which was evident from the OD (data
not shown).
MALDI-TOF-MS lipid profiles
Recently, we optimised the experimental conditions for the
detection of lipid mixtures using MALDI-TOF-MS analysis
and fractional factorial design [37]. Our observations sug-
gested that ATT and DHB were the most compatible matrices
with lipid mixtures when studies were carried out in the pos-
itive ion mode. We note here that some preliminary experi-
ments in negative ion mode with DHB were conducted, but
that the resulting spectra were not very information-rich and
certainly did not contain as many mass ion features as the data
from the same extract collected in positive ion mode (data not
shown). Initially, as routine practice in our laboratory when
conducting MALDI-TOF-MS experiments, pilot tests were
performed before analysing samples. In this case, two differ-
ent species, B. cereus and B. subtilis, were used and lipid
extracts were analysed with MALDI-TOF-MS using the two
matrices ATT [38, 39] and DHB [40, 41] as these were found
to be the most compatible matrices with the lipid mixture.
Figure S3 in the ESM shows the principal component analysis
(PCA) scores plot of B. cereus and B. subtilis using these
matrices, and the results suggested that DHB provided better
separation between the bacteria based on the total explained
variance (TEV) values generated in PC1 dimension in the
PCA plots, which were higher at around 84 % compared to
54 % achieved with ATT. Previous studies showed that DHB
is a compatible matrix with lipid analysis as DHB matrix
peaks do not interfere with the interpretation of spectral data
[42, 43]. A relatively good separation between bacterial sam-
ples was still generated using ATT; however, due to the huge
number of samples, only the better performing matrix (DHB)
was used in order to generate more reliable data for all of the
33 Bacillus and Brevibacillus strains.
We appreciate that performing lipid extracts on bacteria can
increase sampling time; therefore, before analysis of all bac-
teria, we also carried out direct MALDI-TOF-MS analysis for
lipids from intact bacterial cells. However, the spectra we
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generated from the analysis of intact bacteria were very poor
in terms of reproducibility and spectral quality, that is to say
the number of mass ions detected (data not shown). This intact
analysis may be compromised due to the interference from
other cellular components, such as proteins being preferential-
ly ionised, and thusmay lead to ion suppression of lipids; even
though the spectra are collected in the low mass range (300
and 800 m/z), higher-molecular-weight species will compete
for ionisation. Therefore, the extra steps required for lipid
extraction and sample preparation are a necessary inconve-
nience to acquire higher quality data.
Lipids were extracted from Bacillus and Brevibacillus
using chloroform/methanol (2:1) since this method was used
previously with successful outcomes [10, 12, 44]. The
MALDI-TOF-MS spectra of lipids extracted from all seven
species—B. amyloliquefaciens B0177, B. cereus B0002, Br.
laterosporus B0034, B. licheniformis B1379, B. megaterium
B0056, B. sphaericus B0769 and B. subtilis B1382—are
shown in Fig. 1. In general, MALDI-TOF-MS generated
high-quality data due to the high signal-to-noise ratios over
the m/z range of acquisition.
At first glance, the MALDI-TOF-MS spectra for the seven
species from Bacillus and Brevibacillus appeared to have dif-
ferent patterns in the m/z range 200–1600 (Fig. 1). Some parts
of the spectra were amplified to show peaks that cannot be
visualized due to low intensities in comparison to the more
dominant peaks. These spectra are rich in information, and
lipids were detected across a broad range, mainly below m/z
1600. Some of the peaks remained the same for the seven
species, for example lipids at m/z values of 568, 637, 659
and 851. On the other hand, other parts of the spectra are
unique to each species, such as the region between m/z 1500
and 1600 in Br. laterosporus. Visual inspection of the
MALDI-TOF-MS spectra revealed features that can be used
to discriminate between some of the species. Br. laterosporus
was characterized by significantly different spectra compared
to the other species, most likely due to the expected differ-
ences between bacterial genera [45]. It is important to note that
the biomass concentration was the same for the seven species
analysed in this study. However, the signal-to-noise ratios
seemed to be different from one spectrum to another; this is
possibly due to the ionisation efficiency of analytes under
MALDI-TOF-MS analysis and can possibly be assessed using
different matrices.
Figure 1A–G shows that during the growth of bacterial
strains in nutrient broth, they produced lipids represented by
the detection of various peaks on different spectra. These
peaks, which were readily detectable by a simple MALDI-
TOF-MS analysis, may represent significant lipids that can
be used as a fingerprint for each type of bacteria. The LIPID
MAPS database (http://www.lipidmaps.org/) was used to
assign the most abundant lipid peaks; the probable
assignments for the seven species are listed in Table 2.
Table 2 also shows that sodium and potassium adducts can
be seen in the MALDI mass spectra owing to the nature of the
biological samples, which are rich in these cations. Lipids
detected in these species are a broad set of naturally
occurring molecules. Several studies have confirmed that
phosphatidylethanolamine (PE) and phosphatidylglycerol
(PG) are the most abundant phospholipids in bacteria such
as Bacillus spp. [44, 46, 47] and Escherichia coli [44].
Bacillus has also been reported to produce other categories
of lipids such as digalactosyldiacylglycerol (DGDG) [11,
44], phosphatidylcholine (PC) [11, 44, 48] and fatty acids
[49]. These significant lipid features were subjected to
MS/MS analysis and MSn analysis on MALDI-TOF/TOF, as
well as Orbitrap MS respectively in order to obtain structural
information to validate our putative assignments. It was noted
that not all lipid features that were in significant abundance
requiredMSn analysis. Table 2 includes the lipid features pres-
ent in the seven species classified in this study. Identification of
lipids was based on accurate mass match on LIPID MAPS,
followed by verification of their presence reported in the litera-
ture and further confirmation by MSn analysis.
With regard to the structural identification carried out by
means of tandemMS, the high-energy CIDMS/MS (MALDI-
TOF-MS) and MSn (Orbitrap) spectra exhibited the character-
istic fragmentation of the polar head group of the phospho-
lipids. Specifically, ions equivalent to [M−43]+, [M−141]+
and [M−163]+ [50, 51], corresponding to the loss of ethanol-
amine, ethanolamine phosphate and sodiated ethanolamine
phosphate, respectively, were consistently observed in the tan-
dem MS spectra of PE lipids. In the MS/MS and MSn spectra
of PA lipids (one single species has been found), the loss of
phosphate ([M–98]+) and potassium phosphate group ([M
−136]+) has been observed accordingly.
Out of 17 lipids, six lipids were assigned definite identifi-
cation based on their fragmentation pattern, whereas five
lipids were observed in insufficient quantities to be able to
perform fragmentation. There were six lipids that were only
identified based on their accurate mass as their fragmentation
pattern did not follow a lipid-like fragmentation. Putatively
identified lipids were assigned identification based on either
their match on LIPIDMAPS or previous reports of successful
fragmentation by other authors using various fragmentation
techniques.
Figure 1A shows a zoomed-in area that contains mass
peaks between around m/z 600 and 800 in the B. cereus spec-
trum, representing lipids consisting of different numbers of
carbon, from different categories such as PE, PG and PC.
The spectrum generated from B. megaterium (Fig. 1B)
Fig. 1 Typical MALDI-TOF-MS after pre-processing of lipids extracted
from seven species: B. cereus B0002 (a); B. megaterium B0056 (b);
B. sphaericus B0769 (c); B. subtilis B1382 (d); B. licheniformis B1379
(e); Br. laterosporus B0034 (f); and B. amyloliquefaciens B0177 (g)
b
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seemed to be similar toB. cereus based on the existence of PE,
PG and PC, whilst B. megaterium produced a visibly unique
peak at around 1206m/z. Figure 1D shows the mass spectrum
of B. subtilis, where fewer peaks were detected compared to
B. cereus and B. megaterium. Notably, the spectrum in
Fig. 1G, which represents Br. laterosporus, is largely domi-
nated by peaks atm/z 1224, 1315, 1335, 1367, 1570 and 1584,
a series of peaks that can be used to identify this species; the
fact that this species is different is perhaps not surprising as
these bacteria are from different genera.
However, visual inspection is laborious and unreliable;
consequently, advanced chemometric methods were required
to extract more information from the MS data in a reproduc-
ible, objective and automated manner. We have previously
shown that after the optimisation of MALDI-TOF-MS in
combination with advanced chemometrics, this analytical
technique can become a robust and rapid tool that enables
the classification of a large number of Bacillus and
Brevibacillus bacterial strains based on their proteins [4].
Multivariate analysis has been proven vital for extracting in-
formation when analysing samples using different analytical
techniques, such as pyrolysis mass spectrometry, Fourier
transform infrared spectroscopy and Raman spectroscopy, to
discriminate between bacterial samples [52–54]. There are
different statistical methods that can be used to assess the
information generated from theMALDI-TOF-MS spectra, en-
abling discrimination between the seven species. One such
method is PC-DFA. In Fig. 2A, a three-dimensional DFA
scores plot shows four major clusters detected based on the
data: (1) B. megaterium and B. cereus; (2) B. subtilis,
B. amyloliquefaciens and B. licheniformis; (3) B. sphaericus;
and (4) Br. laterosporus. Figure 2B shows that Br.
laterosporus is well separated in the first DF and is therefore
completely chemically different from the other six Bacillus
Table 2 List of probable and definite identification of the seven Bacillus species using MSn fragmentation results
If a peak was detected for a particular lipid, this is illustrated with a colour matching the different species
B.amy B. amyloliquefaciens, B.cer B. cereus, Br.lat Br. laterosporus, B.lic B. licheniformis, B.meg B. megaterium, B.sph B. sphaericus, B.sub B. subtilis,
PC phosphatidylcholine, PE phosphatidylethanolamine, PA phosphatidic acid, PG phosphatidylglycerol, LPI L-alpha-lysophosphatidylinositol, LPG
lyso-phosphatidylglycerol, DGDG digalactosyldiacylglycerol
Caret (^) indicates m/z of lipid-like features that were not in high enough quantities to be able to successfully fragment into product ions
Tilde (∼) indicates m/z of features that have been putatively assigned an identification based on previous reports in the literature (ref 11 or 44; in column 4)
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species, which confirms the differences seen in the MALDI-
TOF-MS spectra. These large lipid differences in all the Br.
laterosporus species dominated both plots, and therefore an-
other PC-DFA plot was generated for Bacillus species only.
This resulted in more separation between the six Bacillus spe-
cies (Fig. 2C). Most notably, B. licheniformis could be sepa-
rated from B. subtilis and B. amyloliquefaciens since
B. amyloliquefaciens was shown to be similar to B. subtilis,
which is expected as these two species are phylogenetically
very closely related [55].
These Bacillus species were examined previously using dif-
ferent types of techniques, such as the analytical profile index
(API) [45] and genotyping using 16S rDNA sequencing [52].
API test is used for bacterial classification based onminiaturized
biochemical tests. Using API tests, four main groups were ob-
served, including: group I with only B. cereus; group II contain-
ing only Br. laterosporus; group III containing only
B. sphaericus; and a large group IV consisting of B. subtilis,
B. licheniformis, B. amyloliquefaciens and B. megaterium. In
contrast, phylogenetic analysis using 16S rDNA sequencing
detected five different clusters: (1) B. sphaericus; (2) Br.
laterosporus; (3) B. subtilis, B. licheniformis, and
B. amyloliquefaciens; (4) B. megaterium; and (5) B. cereus.
The next stage in the present study was to assess whether
the MALDI lipid profiles contained enough information for
the identification of all the different bacteria. Therefore, auto-
mated classification prediction accuracies for the seven spe-
cies and 33 strains were calculated based on the MALDI-
TOF-MS data using multiple PLS-DA models. Table 3 and
ESM Table S1 summarize the classification of Bacillus and
Brevibacillus bacteria at the species level (i.e. seven classes)
and at the strain levels (i.e. 33 classes), respectively. The av-
erage correct classification rate (CCR) for the seven species
was 62.23 %, whereas the CCR for the 33 strains was
15.67 %. Interestingly, prediction of Br. laterosporus based
on MALDI-TOF-MS data was more accurate compared to
the other species. Moreover, if B. amyloliquefaciens,
B. subtilis and B. licheniformis are considered as one class,
as these species have the same phylogenetic origin [40], the
prediction accuracies for the three species increase from
60.26, 67.76 and 59.60 % to 92.28, 91.61 and 87.45 %, re-
spectively. Heat map plots from confusion matrices were
Fig. 2 DFA scores plots after pre-processing MALDI-TOF-MS data.
Different DFA plots were generated for seven species, including: DF1
vs. DF2 vs. DF3 (a); DF1 vs. DF2 (b); and DF1 vs. DF2 (c) of six species,
with Br. laterosporus removed. Different colours represent different spe-
cies. Table 1 details the annotations
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generated using the PLS models from the seven species and
33 strains (ESM Fig. S4A, B, respectively). In these figures,
warm colours (e.g. red) are indicative of species or strains of
high percentage class membership assignments using
MALDI-TOF-MS data, whilst cold colours (e.g. blue) repre-
sent low percentage class membership assignment. It can be
seen that the colours on diagonal ‘tiles’ were generally much
warmer than off-diagonal ‘tiles’, indicating high agreement
between the predicted and known classes.
The same bacterial species were previously classified based
onMALDI-TOF-MS analysis of proteins from intact bacterial
cells [4]. The overall classification based on protein analysis
was highly similar to that based on the lipid analysis reported
here. However, the quality of classification carried out based
on protein analysis from intact cells was superior, with CCRs
of over 80 % at the species level (average CCR of 89 %). This
may be explained by the better quality of spectra obtained for
proteins usingMALDI-TOF-MS or the inherent differences in
gene products between bacteria compared to those of metab-
olites, such as lipids. The case of misclassification of
B. megaterium with B. cereus based on lipid profiles is inter-
esting as these two species were very distinctly classified
using protein profiles (CCRs of 91 and 83 %, respectively),
indicating that the protein profiles were different whereas the
lipid profiles were similar.
Interpretation of LC-MS lipid profiles
Although MALDI-TOF-MS is a robust and rapid analyti-
cal technique, interference of matrix peaks with low-
molecular-weight analyte peaks, especially those of lipids
below 300 m/z, and its inability to discriminate between
isobaric peaks (which have the same m/z) present a po-
tential limitation to this chemotaxonomic technique.
Therefore, LC-MS analysis was carried out on the same
samples to complement and confirm the classification of
bacteria based on MALDI-TOF-MS analysis. Although
the mass accuracy (<10 ppm) of TOF analysers is high
(∼15,000 full width at half maximum (FWHM) in
reflectron mode), it is recognised that Orbitrap mass
analysers have higher mass accuracy (sub-parts per
million) and resolution (>100,000 FWHM), allowing the
identification of lipids to be more accurate and robust
[56]. The high mass accuracy and resolution of the
Orbitrap combined with the resolution of analytes by
HPLC can reduce the observed interference between the
different lipid species and other components of the sam-
ples. These factors, considered together, are expected to
lead to better classification and identification by LC-MS.
The LC-MS findings suggest that Bacillus species pro-
duced many different lipid categories, such as: phosphatidyl-
cho l ine (PC) , phospha t idy l e thano lamine (PE) ,
diradylglycerolipid, glycerophosphoglycerol (PG), phospha-
tidic acids (PA), glycerophosphoinositol and ceramide.
Methyl-branched fatty acids were observed in the lipid pro-
files of Bacillus species; these include dimethyl tetradecanoic
acid (C15), methyl hexadecanoic acid (C17) and
menaquinones, in line with previous reports [49, 57]. A sum-
mary of these putative lipid categories is shown in ESM
Table S3. ESM Table S3 shows that the main lipids detected
in LC-MS were most likely PE and PC, in addition to a small
number of PA.
In order to compare classifications based on LC-MS
data with those generated from MALDI-TOF-MS, PC-
DFA was also applied to LC-MS data. Figure 3A shows
a DFA scores plot of the 33 strains in three dimensions. It
can be noted that four main clusters were detected: (1)
B. megater ium and B. cereus ; (2 ) B. sub t i l i s ,
B. amylol iquefac iens and B. l icheni formis ; (3)
B. sphaericus; and (4) Br. laterosporus. These observa-
tions were in agreement with MALDI-TOF-MS analysis
based on these bacterial lipids (Fig. 2A). Moreover, this
observation is similar to the previous work that we carried
out based on whole cell analysis of proteins using
MALDI-TOF-MS [4], Raman spectroscopy [3] and direct
infusion ESI-MS [58]. Figure 3B shows that Br.
laterosporus is again significantly different from the other
strains when DF2 vs. DF3 and DF1 vs. DF3 are plotted.
Therefore, Br. laterosporus was again excluded from data
analys is , and th is resul ted in the separa t ion of
B. licheniformis from B. subtilis and B. amyloliquefaciens
(Fig. 3C).
In order to achieve bacterial classification from these LC-
MS lipid profiles, data analysis was carried out using a PLS-
DA model for the seven species (i.e. seven classes) and 33
strains (i.e. 33 classes). Table 4 and ESM Table S2 show the
prediction accuracies for the seven species and 33 strains,
respectively. Table 4 shows that qualitative information based
on lipids is appropriate for accurate classification of bacteria.
This model provided average CCRs of 77.03 and 15.20 % for
the seven species and 33 strains, respectively. Looking back at
Table 3 Prediction accuracy of seven species from Bacillus using PLS-
DA based on MALDI-TOF-MS data
B.amy B.cer B.lic B.meg B.sph B.sub Br.lat
B.amy 60.26 5.85 5.80 1.25 0.50 26.22 0.01
B.cer 0.23 63.36 2.45 18.02 6.30 9.55 0.00
B.lic 10.51 8.52 59.60 2.36 1.58 17.34 0.00
B.meg 2.84 36.54 0.87 43.40 0.95 15.31 0.00
B.sph 0.02 19.17 0.16 0.23 80.11 0.21 0.00
B.sub 12.50 9.63 3.56 6.35 0.10 67.76 0.00
Br.lat 2.26 3.15 1.33 2.60 1.60 5.30 83.66
B.am B. amyloliquefaciens, B.ce B. cereus, Br.la Br. laterosporus, B.li B.
licheniformis, B.me B. megaterium, B.sp B. sphaericus, B.su B. subtilis
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Table 3, which was generated from MALDI-TOF-MS data
using the PLS-DA model, it can be observed that the results
from these two analytical techniques overlapped and most of
the species reflected higher predication accuracies based on
LC-MS data due to the high sensitivity of LC-MS compared
to MALDI-TOF-MS.
The findings in Table 4 can be summarized in three points:
1. Br. laterosporus did not match other species, which is not
surprising because these bacteria are from a different
genus.
2. Some species, including B. cereus and B. megaterium, are
sometimes misclassified since they are phylogenetically
related [3].
3. B. subt i l i s i s somet imes misc lass i f i ed wi th
B. licheniformis and B. amyloliquefaciens.
Furthermore, heat maps of the confusion matrices were
generated in order to visualize the classification of Bacillus
strains. ESM Fig. S5A, B shows the heat maps generated for
the seven species and 33 strains, respectively. Comparing the
two heat maps that were generated from MALDI-TOF-MS
(ESM Fig. S4A) and LC-MS (ESM Fig. S5A) when seven
classes (species) are used, it can be seen that both techniques
were robust at the species level, and both techniques showed
that B. megaterium can be misclassified with B. cereus.
Moreover, when 33 strains were compared, it can be seen that
all the strains from Br. laterosporus showed the highest pre-
diction accuracies. In addition, B. subtilis B0044 and
B. subtilis B0098 overlapped and gave mixed classification
Table 4 Prediction accuracy of seven species from Bacillus using PLS-
DA based on the LC-MS data
B.amy B.cer B.lic B.meg B.sph B.sub Br.lat
B.amy 93.85 1.09 0.18 0.16 0.10 4.62 0.00
B.cer 5.41 71.93 1.63 17.75 0.59 2.70 0.00
B.lic 1.50 0.40 84.03 0.95 4.39 8.73 0.00
B.meg 3.04 35.64 3.22 38.41 8.86 10.82 0.01
B.sph 2.93 9.95 1.92 6.44 77.13 1.62 0.01
B.sub 4.20 0.61 4.64 1.69 1.05 87.81 0.01
Br.lat 0.01 0.03 0.00 1.13 7.28 0.11 91.43
B.am B. amyloliquefaciens, B.ce B. cereus, Br.la Br. laterosporus, B.li B.
licheniformis, B.me B. megaterium, B.sp B. sphaericus, B.su B. subtilis
Fig. 3 DFA scores plots after pre-processing the LC-MS data. Different
DFA plots were generated for seven species, including: DF1 vs. DF2 vs.
DF3 (a); DF1 vs. DF3 (b); and DF1 vs. DF2 (c) for the six species (again,
Br. laterosporus was not included). Different colours represent different
species. Table 1 shows the annotations
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results in both heat maps. These observations from LC-MS
confirm that MALDI-TOF-MS is indeed a very useful and
robust analytical technique which generates classifications
similar to LC-MS.
LC-MS has relatively high resolution and sensitivity,
and it also allows quantitative analysis to be performed.
ESM Fig. S6 shows the relative levels of examples of the
most significant lipids (based on the PCA loading plot)
in the seven species classified in this study. ESM
Table S4 shows a list of the putative assignment of the
significant lipids. Again, based on the levels of these
lipids, Br. laterosporus was observed to be significantly
different in comparison with the other species, particular-
ly based on fatty acid content (ESM Fig. S6A–D).
Different lipids can be used to distinguish between spe-
cies; for example, PE (14:1(9Z)/15:0) in ESM Fig. S6G
could be used to dis t inguish B. subt i l i s f rom
B. amyloliquefaciens and B. licheniformis. Significant
lipids were also identified in the remaining 33 strains
and are shown in ESM Fig. S7A–D. Table S5 in the
ESM lists the putative assignment of significant lipids
in the 33 strains. Looking back at ESM Fig. S7A, it
can be noted that the existence of an unknown lipid is
signif icantly higher in al l the st rains from Br.
laterosporus compared to the remaining strains from
Bacillus. Moreover, ESM Fig. S7B–D confirms that
B. subtilis B0044 and B. subtilis B0098 are highly sim-
ilar, and this is most likely due to producing similar
amounts of lipids.
Comparison of two analytical techniques
The objective of this step was to compare the patterns of
Bacillus and Brevibacillus bacteria based on lipid extracts to
those based on protein analyses, which have already been
carried out previously using MALDI-TOF-MS [4]. In order
to assess the similarities in the patterns that were generated
from the two analytical techniques used for analysing lipids
and proteins from Bacillus and Brevibacillus samples, three
datasets were compared: MALDI-TOF-MS and LC-MS were
used for the analysis of lipids and MALDI-TOF-MS for pro-
tein analysis. This led to the use of the Procrustean test.
Table 5 shows the similarity between data obtained from the
DFA plots for the seven species (highlighted in bold) and the
33 strains (in normal font). Table 5 highlights the following
observations:
1. MALDI-TOF-MS lipid profiles and LC-MS lipid profiles
had the highest similarity level, with a Procrustes distance
of 0.0699 and a p value of <0.001 (i.e. not a single case
where the permuted data obtained a lower Procrustes dis-
tance than that of the data without permutation). These
findings were encouraging because this indicated bacteria
were successfully classified using MALDI-TOF-MS
analysis of lipids.
2. MALDI-TOF-MS protein profiles and both lipid-based
experiments (MALDI-TOF-MS and LC-MS) were signif-
icantly similar, with Procrustes errors of 0.1006 and
0.1081 (p < 0.001), respectively. However, the errors are
higher compared to that highlighted in point (1), which
was expected as different compounds were compared (i.e.
lipids and proteins), and as a result, this observation sup-
ports the validity of our work.
3. Data based on the 33 strains generated higher Procrustes
errors compared to data on the seven species, and this is
expected because of the larger number of strains com-
pared to the number of species, hence the more complex
data and the high similarity within a bacterial species.
Nevertheless, the p values were still very significant
(p < 0.001).
Conclusion
MALDI-TOF-MS is an important technique in analysing bio-
molecular compounds and has been proven to be useful for
discriminating between different microorganisms, and its use
in bacterial profiling is common in clinical microbiology test-
ing laboratories [59–61]. Our study involved the use of two
analytical techniques, MALDI-TOF-MS and LC-MS, to ana-
lyse 33 strains from seven bacterial species belonging to the
Bacillus (n = 6 species) and Brevibacillus (n = 1) genera. The
spectral information generated using MALDI-TOF-MS on
Table 5 Similarity between three
different datasets for species and
strain levels using Procrustes
distance
MALDI-MS lipid MALDI-MS protein LC-MS lipid
MALDI-MS lipid –
MALDI-MS protein 0.1006 (p < 0.001) –
0.3443 (p < 0.001)
LC-MS lipid 0.0699 (p < 0.001) 0.1081 (p < 0.001) –
0.3262 (p < 0.001) 0.4717 (p < 0.001)
Values highlighted in bold correspond to seven classes (seven species) and those in normal font correspond to 33
classes (33 strains)
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lipids extracted from the 33 strains and seven species was
highly informative and was useful in discriminating between
the bacteria at the subspecies level. In order to validate these
findings, LC-MS data were used to evaluate and confirm the
results obtained from the simple and rapid MALDI-TOF-MS
analysis for bacterial classification. The results obtained from
the two analytical techniques based on the seven bacterial
species showed that these data were highly similar, which
was supported by the use of Procrustes distance analysis.
The calculated Procrustes distance was 0.0699 for the two
datasets, indicating very high similarity between the
MALDI-TOF-MS and LC-MS data. Finally, MALDI-TOF-
MS data based on analysis of extracted lipids and previous
analysis of proteins from intact bacteria of the same species
were also very similar (Procrustes distance was 0.1006).
These findings suggest that MALDI-TOF-MS can be used
reliably as a powerful routine clinical tool for the robust clas-
sification and reliable identification of bacteria based on lipids
or proteins.
Acknowledgments NM thanks The Saudi Ministry of Higher
Education and Princess Nora bint Abdul Rahman University for funding.
YX and DKT thank the Cancer Research UK for funding (including an
Experimental Cancer Medicine Centre award). HR thanks The Saudi
Ministry of Higher Education and King Saud University for funding.
NJWR and RG thank MRC for support (G1001375). RG also thanks
the UK BBSRC for support for MS optimisation (MUSCLE: BB/
I023755/1). AS thanks Umm Al-Qura University in Saudi Arabia for
funding.
Compliance with ethical standards This article does not contain any
studies with human or animal subjects.
Conflict of interest Simona Salivo and Tom Abban work for Kratos
Analytical Ltd. which producesMS instruments including the one used in
this study. All other authors declare that they have no conflict of interest.
Open Access This article is distributed under the terms of the Creative
Commons At t r ibut ion 4 .0 In te rna t ional License (h t tp : / /
creativecommons.org/licenses/by/4.0/), which permits unrestricted use,
distribution, and reproduction in any medium, provided you give
appropriate credit to the original author(s) and the source, provide a link
to the Creative Commons license, and indicate if changes were made.
References
1. Priest FG, Austin B. Modern bacterial taxonomy. Dordrecht:
Springer Science and Business Media; 1993.
2. Irudayaraj J, Yang H, Sakhamuri S. Differentiation and detection of
microorganisms using Fourier transform infrared photoacoustic
spectroscopy. J Mol Struct. 2002;606(1–3):181–8.
3. Lopez-Diez EC, Goodacre R. Characterization of microorganisms
using UV resonance Raman spectroscopy and chemometrics. Anal
Chem. 2004;76(3):585–91.
4. AlMasoud N, Xu Y, Nicolaou N, Goodacre R. Optimisation of
matrix assisted desorption/ionization time of flight mass
spectrometry (MALDI-TOF-MS) for the characterization of
Bacillus and Brevibacillus species. Anal Chim Acta. 2014;840:
49–57.
5. Lasch P, Beyer W, Nattermann H, Stämmler M, Siegbrecht E,
Grunow R, et al. Identification of Bacillus anthracis by using
matrix-assisted laser desorption ionization-time of flight mass spec-
trometry and artificial neural networks. Appl Environ Microbiol.
2009;75(22):7229–42.
6. Claydon MA, Davey SN, Edwards-Jones V, Gordon DB. The rapid
identification of intact microorganisms using mass spectrometry.
Nat Biotechnol. 1996;14(11):1584–6.
7. Wilkins CL, Lay JO. Identification of microorganisms by mass
spectrometry, vol 169. Hoboken: Wiley; 2005.
8. Gaia V, Casati S, TonollaM. Rapid identification of Legionella spp.
by MALDI-TOF MS based protein mass fingerprinting. Syst Appl
Microbiol. 2011;34(1):40–4.
9. AlRabiah H, Correa E, Upton M, Goodacre R. High-throughput
phenotyping of uropathogenic E. coli isolates with Fourier trans-
form infrared spectroscopy. Analyst. 2013;138(5):1363–9.
10. Allwood JW, AlRabiah H, Correa E, Vaughan A, Xu Y, Upton M,
et al. A workflow for bacterial metabolic fingerprinting and lipid
profiling: application to Ciprofloxacin challenged Escherichia coli.
Metabolomics. 2014;11(2):1–16.
11. Gidden J, Denson J, Liyanage R, Ivey DM, Lay Jr JO. Lipid com-
positions in Escherichia coli and Bacillus subtilis during growth as
determined by MALDI-TOF and TOF/TOF mass spectrometry. Int
J Mass Spectrom. 2009;283(1):178–84.
12. Shu X, Liang M, Yang B, Li Y, Liu C, Wang Y, et al. Lipid finger-
printing of Bacillus spp. using onlineMALDI-TOFmass spectrom-
etry. Anal Methods. 2012;4(10):3111–7.
13. AlRabiah H, Xu Y, Rattray NJ, Vaughan AA, Gibreel T, Sayqal A,
et al. Multiple metabolomics of uropathogenic E. coli reveal differ-
ent information content in terms of metabolic potential compared to
virulence factors. Analyst. 2014;139(17):4193–9.
14. Vance JE, Vance DE. Biochemistry of lipids, lipoproteins andmem-
branes. Amsterdam: Elsevier; 2008.
15. Zhang JI, Talaty N, Costa AB, Xia Y, Tao WA, Bell R, et al. Rapid
direct lipid profiling of bacteria using desorption electrospray ion-
ization mass spectrometry. Int J Mass Spectrom. 2011;301(1–3):
37–44.
16. Cliff JB, Kreuzer HW, Ehrhardt CJ, Wunschel DS. Chemical and
physical signatures for microbial forensics. Alexandria: Springer;
2012.
17. Calvano CD, Zambonin CG, Palmisano F. Lipid fingerprinting of
Gram-positive lactobacilli by intact cells—matrix-assisted laser
desorption/ionization mass spectrometry using a proton sponge
based matrix. Rapid Commun Mass Spectrom. 2011;25(12):
1757–64.
18. Fahy E, Cotter D, Sud M, Subramaniam S. Lipid classification,
structures and tools. Biochim Biophys Acta. 2011;1811(11):637–
47.
19. WymannMP, Schneiter R. Lipid signalling in disease. Nat RevMol
Cell Biol. 2008;9(2):162–76.
20. Van Meer G, Voelker DR, Feigenson GW. Membrane lipids: where
they are and how they behave. Nat Rev Mol Cell Biol. 2008;9(2):
112–24.
21. WenkMR. The emerging field of lipidomics. Nat Rev Drug Discov.
2005;4(7):594–610.
22. Goodacre R, Vaidyanathan S, Bianchi G, Kell DB. Metabolic pro-
filing using direct infusion electrospray ionisation mass spectrom-
etry for the characterisation of olive oils. Analyst. 2002;127(11):
1457–62.
23. Wedge DC, Allwood JW, Dunn W, Vaughan AA, Simpson K,
Brown M, et al. Is serum or plasma more appropriate for
intersubject comparisons in metabolomic studies? An assessment
Classification of Bacillus and Brevibacillus species by MS 7877
in patients with small-cell lung cancer. Anal Chem. 2011;83(17):
6689–97.
24. Bernardo K, Pakulat N, Macht M, Krut O, Seifert H, Fleer S, et al.
Identification and discrimination of Staphylococcus aureus strains
usingmatrix-assisted laser desorption/ionization-time of flight mass
spectrometry. Proteomics. 2002;2(6):747–53.
25. Fenselau C, Demirev PA. Characterization of intact microorgan-
isms by MALDI mass spectrometry. Mass Spectrom Rev.
2001;20(4):157–71.
26. Lay JO. MALDI-TOF mass spectrometry of bacteria. Mass
Spectrom Rev. 2001;20(4):172–94.
27. Winder CL, DunnWB, Schuler S, Broadhurst D, Jarvis R, Stephens
GM, et al. Global metabolic profiling of Escherichia coli cultures:
an evaluation of methods for quenching and extraction of intracel-
lular metabolites. Anal Chem. 2008;80(8):2939–48.
28. Dunn WB, Broadhurst D, Begley P, Zelena E, Francis-McIntyre S,
Anderson N, et al. Procedures for large-scale metabolic profiling of
serum and plasma using gas chromatography and liquid chroma-
tography coupled to mass spectrometry. Nat Protoc. 2011;6(7):
1060–83.
29. Dunn WB, Broadhurst D, Brown M, Baker PN, Redman CWG,
Kenny LC, Kell DB. Metabolic profiling of serum using ultra per-
formance liquid chromatography and the LTQ-Orbitrap mass spec-
trometry system. J Chromatogr B Analyt Technol Biomed Life Sci.
2008;871(2):288–98.
30. Eilers PHC. Parametric time warping. J Chromatogr B Anal Chem.
2004;76(2):404–11.
31. Gromski PS, Muhamadali H, Ellis DI, Xu Y, Correa E, Turner ML,
et al. A tutorial review: metabolomics and partial least squares-
discriminant analysis—a marriage of convenience or a shotgun
wedding. Anal Chim Acta. 2015;879:10–23.
32. Geladi P, Kowalski BR. Partial least-squares regression: a tutorial.
Anal Chim Acta. 1986;185:1–17.
33. Abdi H. Partial least squares regression and projection on latent
structure regression (PLS regression). Wiley Interdisc Rev:
Comput Stat. 2010;2(1):97–106.
34. Checa A, Bedia C, Jaumot J. Lipidomic data analysis: tutorial, prac-
tical guidelines and applications. Anal Chim Acta. 2015;885:1–16.
35. Peres-Neto P, JacksonD.Howwell domultivariate data setsmatch?
The advantages of a Procrustean superimposition approach over the
mantel test. Oecologia. 2001;129(2):169–78.
36. Allwood JW, Goodacre R. An introduction to liquid chromatogra-
phy–mass spectrometry instrumentation applied in plant
metabolomic analyses. Phytochem Anal. 2010;21(1):33–47.
37. AlMasoud N, Correa E, Trivedi DK, Goodacre R. Fractional facto-
rial design of MALDI-TOF-MS sample preparations for the opti-
mized detection of phospholipids and acylglycerols. Anal Chem.
2016;88(12):6301–8.
38. Shanta SR, Kim TY, Hong JH, Lee JH, Shin CY, Kim K-H, et al. A
new combination MALDI matrix for small molecule analysis: ap-
plication to imaging mass spectrometry for drugs and metabolites.
Analyst. 2012;137(24):5757–62.
39. Stübiger G, Belgacem O, Rehulka P, Bicker W, Binder BR,
Bochkov V. Analysis of oxidized phospholipids by MALDI mass
spectrometry using 6-Aza-2-thiothymine together with matrix ad-
ditives and disposable target surfaces. Anal Chem. 2010;82(13):
5502–10.
40. Griffiths RL, Bunch J. A survey of useful salt additives in matrix-
assisted laser desorption/ionization mass spectrometry and tandem
mass spectrometry of lipids: introducing nitrates for improved anal-
ysis. Rapid Commun Mass Spectrom. 2012;26(13):1557–66.
41. Schiller J, Süß R, Arnhold J, Fuchs B, Leßig J, Müller M, et al.
Matrix-assisted laser desorption and ionization time-of-flight
(MALDI-TOF) mass spectrometry in lipid and phospholipid re-
search. Prog Lipid Res. 2004;43(5):449–88.
42. Schiller J, Zschörnig O, Petkovic M, Müller M, Arnhold J, Arnold
K. Lipid analysis of human HDL and LDL by MALDI-TOF mass
spectrometry and 31P-NMR. J Lipid Res. 2001;42(9):1501–8.
43. Zhou P, Altman E, Perry MB, Li J. Study of matrix additives for
sensitive analysis of lipid A by matrix-assisted laser desorption
ionization mass spectrometry. Appl Environ Microbiol.
2010;76(11):3437–43.
44. Shu X, Li Y, Liang M, Yang B, Liu C, Wang Y, et al. Rapid lipid
profiling of bacteria by online MALDI-TOF mass spectrometry. Int
J Mass Spectrom. 2012;321–322:71–6.
45. Logan N, Berkeley R. Identification of Bacillus strains using the
API system. J Gen Microbiol. 1984;130(7):1871–82.
46. Epand RM, Epand RF. Bacterial membrane lipids in the action of
antimicrobial agents. J Pept Sci. 2011;17(5):298–305.
47. Dowhan W. Molecular basis for membrane phospholipid diversity:
why are there so many lipids? Annu Rev Biochem. 1997;66(1):
199–232.
48 . Pome r an t s ev A , Ka ln i n K , Oso r i o M, Lepp l a S .
Pho spha t i dy l c ho l i n e - s p e c i f i c pho spho l i p a s e and
sphingomyelinase activities in bacteria of the Bacillus cereus
group. Infect Immun. 2003;71(11):6591–606.
49. Kaneda T. Fatty acids of the genus Bacillus: an example of
branched-chain preference. Bacteriol Rev. 1977;41(2):391.
50. Al-Saad KA, Siems WF, Hill HH, Zabrouskov V, Knowles NR.
Structural analysis of phosphatidylcholines by post-source decay
matrix-assisted laser desorption/ionization time-of-flightmass spec-
trometry. J Am Soc Mass Spectrom. 2003;14(4):373–82.
51. Al-Saad KA, Zabrouskov V, Siems WF, Knowles NR,
Hannan RM, Hill HH. Matrix-assisted laser desorption/
ionization time-of-flight mass spectrometry of lipids: ioniza-
tion and prompt fragmentation patterns. Rapid Commun
Mass Spectrom. 2003;17(1):87–96.
52. Goodacre R, Shann B, Gilbert RJ, Timmins EM, McGovern AC,
Alsberg BK, et al. Detection of the dipicolinic acid biomarker in
Bacillus spores using Curie-point pyrolysis mass spectrometry and
Fourier transform infrared spectroscopy. Anal Chem. 2000;72(1):
119–27.
53. Timmins ÉM, Howell SA, Alsberg BK, Noble WC, Goodacre R.
Rapid differentiation of closely related Candida species and strains
by pyrolysis-mass spectrometry and Fourier transform-infrared
spectroscopy. J Clin Microbiol. 1998;36(2):367–74.
54. Goodacre R, Burton R, Kaderbhai N, Woodward AM, Kell DB,
Rooney PJ. Rapid identification of urinary tract infection bacteria
using hyperspectral whole-organism fingerprinting and artificial
neural networks. Microbiology. 1998;144(5):1157–70.
55. Priest F, Goodfellow M, Shute L, Berkeley R. Bacillus
amyloliquefaciens sp. nov., nom. rev. Int J Syst Bacteriol.
1987;37(1):69–71.
56. Scigelova M, Makarov A. Orbitrap mass analyzer—overview and
applications in proteomics. Proteomics. 2006;6(S2):16–21.
57. Kaneda T. Positional distribution of fatty acids in phospholipids
from Bacillus subtilis. Biochim Biophys Acta (BBA)-Lipids Lipid
Metab. 1972;270(1):32–9.
58. Vaidyanathan S, Rowland JJ, Kell DB, Goodacre R. Discrimination
of aerobic endospore-forming bacteria via electrospray-ionization
mass spectrometry of whole cell suspensions. Anal Chem.
2001;73(17):4134–44.
59. Carbonnelle E, Mesquita C, Bille E, Day N, Dauphin B, Beretti J-L,
et al. MALDI-TOF mass spectrometry tools for bacterial identifica-
tion in clinical microbiology laboratory. Clin Biochem. 2011;44(1):
104–9.
60. Sauer S, Kliem M. Mass spectrometry tools for the classification
and identification of bacteria. Nat RevMicrobiol. 2010;8(1):74–82.
61. Rodionova OY, Titova AV, Pomerantsev AL. Discriminant analysis
is an inappropriate method of authentication. Trends Anal Chem.
2016;78:17–22.
7878 N. AlMasoud et al.
